Supplementary
: QQplots and genomic inflation factors from average longitudinal differential methylation analyses on 450K and EPIC. Supplementary Table S2 : Top 10 enriched GO terms in 299 probes with meta p-value < 0.001. Figure S3 : Sensitivity analysis adjusting for cell type proportions in longitudinal metaanalysis for 199,230 probes. a-b) Delta meta beta (methylation difference) between T1D cases and controls with and without cell type adjustment. c) P-value heat map of longitudinal associations of cell types with T1D from linear mixed models adjusted for sex and age, by panel and meta-analysis. d) Absolute difference (cell type adjustednonadjusted) in delta meta beta (median = 5.4 X 10 -4 , IQR: 2.4 X 10 -4 to 1.1 X 10 -3 ).
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where is the error for observation j in subject i and is the autocorrelation coefficient (fitting an autoregressive order 1 covariance structure) Differential methylation positions (DMPs) ℎ = 0 + * + * + * + Where:
• ℎ is the M-value DNA methylation for the j th of ni observations in the i th person • 0 , … . are the fixed-effect coefficients (including the intercept), which is identical for all subjects • is the fixed-effect case status variable (either case or control) for observation j in subject i • is the fixed-effect age variable (measured out to reflect the specific day) for observation j in subject i
• is the fixed-effect sex variable (either male or female) for observation j in subject i • = −1 + , ~ (0, 2 ) where is the error for observation j in subject i and is the autocorrelation coefficient (fitting an autoregressive order 1 covariance structure)
